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Supplementary Material 1 

Supplemental material to Figure 1: Data collection.  2 

(1) To characterize the temporal variations in the number of publications on Biodiversity-3 

Ecosystem Functioning, BEF, relationships in a broad sense for plants, the Web of Science 4 

database was searched for the following profile until 31 December 2013:  5 

 6 

((“plant diversity”) or (”plant biodiversity”) or (“plant richness”) or (“plant species richness”) 7 

or (“plant species“ and “diversity”) or (“plant functional diversity”) or (”plant functional 8 

composition ”) or (“plant genotype*“) or (“diverse plant communities“) or (“diverse grassland 9 

communities“) (“plant assemblages“) or (“plant community diversity“) or (“diversity of 10 

grassland communities“) or (“species richness of plants“) or (“tree genotype*“) or (“tree 11 

diversity”) or (“tree richness”) or (“tree species richness”) or (“tree species diversity”) or 12 

(“tree functional diversity”) or (“grassland species“ and “species richness”) or (“grassland 13 

species“ and “species diversity”) or (“forest species“ and “species richness”) or (“forest 14 

species“ and “species diversity”) or ((“functional traits“ or “functional trait diversity“ or 15 

“functional groups“) and (plant or tree or grassland or forest))) and (“ecosystem functioning“ 16 

or “ecosystem functions“ or “ecosystem processes“ or “community functioning“ or 17 

“community functions“ or “community processes“ or productivity or invasibility or 18 

colonizer* or invader* or (“functioning of ecosystems“) or (“ecosystem properties and 19 

processes“) or (“resource use“) or (“nutrient acquisition“) or (“light acquisition“) or 20 

(“biomass“) or (“primary production“) or ((yield or yields) and crop*) or (“ecosystem effects 21 

of biodiversity“) or (“role of biodiversity in ecosystems“)) 22 

 23 

 24 

(2) To characterize the temporal variations in the number of publications on BEF relationships 25 

in a broad sense for microorganisms, the Web of Science database was searched for the 26 

following profile until 31 December 2013:  27 

  28 

((“bacteria* diversity”) or (“bacteria* biodiversity”) or (“bacteria* richness”) or (“bacteria* 29 

species richness”) or (“bacteria* species diversity”) or (“bacteria* species“ and “diversity”) or 30 

(“bacteria* functional diversity”) or (”bacteria* functional composition ”) or (“bacteria* 31 

genotype*“) or (“bacteria* genetic diversity“) or (“diverse bacteria* communities“) or 32 

(“bacteria* assemblages“) or (“bacteria* community diversity“) or (“diversity of bacteria* 33 

communities“) or (“species richness of bacteria*“) or (“fung* diversity”) or (“fung* 34 

biodiversity”) or (“fung* richness”) or (“fung* species richness”) or (“fung* species 35 

diversity”) or (“fung* species“ and “diversity”) or (“fung* functional diversity”) or (”fung* 36 
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functional composition ”) or (“fung* genotype*“) or (“fung* genetic diversity“) or (“diverse 37 

fung* communities“) or (“fung* assemblages“) or (“fung* community diversity“) or 38 

(“diversity of fung* communities“) or (“species richness of fung*“) or (“archaea* diversity”) 39 

or (“archaea* biodiversity”) or (“archaea* richness”) or (“archaea* species richness”) or 40 

(“archaea* species diversity”) or (“archaea* species“ and “diversity”) or (“archaea* 41 

functional diversity”) or (”archaea* functional composition ”) or (“archaea* genotype*“) or 42 

(“archaea* genetic diversity“) or (“diverse archaea* communities“) or (“archaea* 43 

assemblages“) or (“archaea* community diversity“) or (“diversity of archaea* communities“) 44 

or (“species richness of archaea*“) or (“microbial diversity”) or (“microbial biodiversity”) or 45 

(“microbial richness”) or (“microbial species richness”) or (“microbial tax* richness”) or 46 

(“microbial species diversity”) or (“microbial tax* diversity”) or (“microbial species“ and 47 

“diversity”) or (“microbial tax*“ and “diversity”) or (“microbial functional diversity”) or 48 

(”microbial functional composition ”) or (“microbial genotype*“) or (“microbial genetic 49 

diversity“) or (“diverse microbial communities“) or (“microbial assemblages“) or (“microbial 50 

community diversity“) or (“diversity of microbial communities“) or (“species richness of 51 

microorganisms“) or (“tax* richness of microorganisms“) or (“strain diversity“) or (“diversity 52 

of strains“) or ((biodiversity) and (bacteria* or fung* or archaea*)) or ((diversity) and 53 

(bacteria* or fung* or archaea*))) and (“ecosystem functioning“ or “ecosystem function“ or 54 

“ecosystem functions“ or “ecosystem processes“ or “community functioning“ or “community 55 

functions“ or “community processes“ or productivity or invasibility or colonizer* or invader* 56 

or (“functioning of ecosystems“) or (“ecosystem properties and processes“) or (“resource 57 

use“) or (“soil fertility“) or (“primary production“) or ((yield or yields) and crop*) or 58 

(“ecosystem effects of biodiversity“) or (“role of biodiversity in ecosystems“) or nitrification 59 

or denitrification or (“nitrogen fixation“) or (“methane oxidation“) or (“methane production“) 60 

or (“soil respiration“) or (“plant growth“) or (“soil functions“) or (“soil biological functions“) 61 

or (“soil functions“) or biofiltration or (“resistan* to stress*“) or (“resistan* to disturbance*“) 62 

or (“resistan* to perturbation*“) or (“resilience capacity“)) 63 

 64 

(3) To depict the percentage of publications on plant BEF where biodiversity was directly 65 

manipulated, the search corresponding to profile (1) was further restricted using the following 66 

profile search : 67 

 68 

(“assemblage experiment” or (“assembled communit*”) or (“assembled plant communit*”) or 69 

(“assembled grassland communit*”) or (“removal experiment”) or dilution or (“diversity 70 

manipulation”) or (”diversity experiment”) or (monoculture* and mixture*) or (“factorial 71 

species richness“) or (“biodiversity experiment“) or (“biodiversity experiments“) or (“sown 72 

plant diversity“) or (“field experimental plots“) or (“experimental plant communities“) or 73 

(“experimental communities“) or (“experimental grassland*“) or (“experimentally established 74 

plant communities“) or (“experimental grassland systems“) or (“manipulating plant 75 

diversity“) or (“species assembled“) or (“experimental plant assemblages“) or (“primary 76 

producer manipulations“) or (“biodiversity manipulations“) or (“constructed grassland 77 
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ecosystems“) or (“synthesizing grassland communities“) or (“experimental diversity 78 

gradients“)) 79 

 80 

 81 

(4) To depict the percentage of publications on microbial BEF where biodiversity was directly 82 

manipulated, the search corresponding to profile (2) was further restricted using the following 83 

profile search (key papers were also identified by co-authors): 84 

 85 

(“assemblage experiment” or (“assembled communit*”) or (“assembled bacteria* 86 

communit*”) or (“assembled fung* communit*”) or (“assembled microbial* communit*”) or 87 

(“removal experiment”) or (“dilution approach”) or (“removal approach”) or (“dilution of a 88 

soil suspension”) or (“serially diluted soil suspensions”) or (“diversity manipulation”) or 89 

(”diversity experiment”) or (“factorial species richness“) or (“inoculated bacteria* diversity“) 90 

or (“inoculated fung* diversity“) or (“inoculated microbial diversity“) or (“experimental 91 

bacteria* communities“) or (“experimental fung* communities“) or (“experimental microbial 92 

communities“) or (“experimental communities“) or (“experimental microbial systems“) or 93 

(“experimental bacteria* systems“) or (“experimental fung* systems“) or (“manipulating 94 

bacteria* diversity“) or (“manipulating fung* diversity“) or (“manipulating microbial 95 

diversity“) or (“species assembled“) or (“strains assembled“) or (“experimental bacteria* 96 

assemblages“) or (“experimental fung* assemblages“) or (“experimental microbial 97 

assemblages“)or (“biodiversity manipulations“) or (“synthesizing bacteria* communities“) or 98 

(“synthesizing fung* communities“) or (“synthesizing microbial communities“) or 99 

(“experimental diversity gradient*“) or (microbial diversity was reduced using serial 100 

dilutions) or (dilution of a soil suspension prepared from unsterilized soil) or (microcosms of 101 

varying lineage and phylogenetic diversity) or (experimental communities of five bacterial 102 

species) or (Assemblages of generalists) or (manipulate large numbers of bacterial species 103 

selected at random)  104 

 105 


